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Proteins rarely work alone. Instead, to perform a particular cellular task, they typically interact to form functional assemblies called “complexes.” Genome-wide studies on 
protein-protein interactions have revealed around 800 protein complexes in the model organism Saccharomyces cerevisiae (von Mering et al., 2002; Gavin et al., 2002, 2006). 
The challenge now is to understand the structure and function of these macromolecular machines.
Structural biology methods, including nuclear magnetic resonance (NMR), X-ray crystallography, electron microscopy, and tomography, catch snapshots of these molecular 
machines in action and thus provide the three-dimensional organization of these complexes at one moment in time. In 2005, the European Commission 6th Framework Pro-
gramme funded a consortium called 3D Repertoire (http://www.3drepertoire.org), whose goal is to solve structures of all protein complexes from S. cerevisiae. To date, the con-
sortium has furnished ~50 structures of protein complexes. By combining these structures with those solved by other laboratories, we can now start building a three-dimensional 
reconstruction of the whole cell. This SnapShot displays 15 of the most relevant macromolecular cellular machines in the yeast cell.
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